UniProtKB/Swiss-Prot entry P47154 [STE24_YEAST] CAAX prenyl protease 1 

Jig ExPASy Home page Site Map Search ExPASy 



Contact us 



Page 1 of 5 

Swiss-Prot 



Notice: This page will be replaced with www.uniprot.org . Please send us your 
feedback ! 



Search |Swiss-Prot7r7EMBL jH for jcaax prenyTpToltease™ Go] Clear j 

Printer-friendly view 



Un i Prot KB/Swiss-Prot entry 

P471 54 Quick BlastP search 

Entry history 

[Entry info] [Name and origin] [References] [Comments] [Cross-references] [Keywords] 
[Features] [Sequence] [Tools] 

Note: most headings are clickable, even if they don't appear as links. They link to the user manual or other documents. 

Entry information 
Entry name 

Primary accession number 
Secondary accession numbers 
Integrated into Swiss-Prot on 
Sequence was last modified on 
Annotations were last modified on 

Protein name 
Synonyms 



Gene name 



From 

Taxonomy 
Protein existence 

[1] NUCLEOTIDE SEQUENCE [GENOMIC DNA], AND FUNCTION. 

D0I=1 0.1 083/jcb.1 36.2.271; PubMed=9015299 [NCBl, ExPASy, EBI, Israel, Japan] 
Fujimura-Kamada K., Nouvet F.J., Michaeiis S.; 

"A novel membrane-associated metalloprotease, Ste24p, is required for the first step of NH2-terminal 
processing of the yeast a-factor precursor."; 

J. Ceil Biol. 136:271-285(1997). 



STE24YEAST 
P47154 
None 

February 1, 1996 

February 1, 1996 (Sequence version 1) 
September 2, 2008 (Entry version 73) 

CAAX prenyl protease 1 

EC 3.4.24.84 

Prenyl protein-specific endoprotease 1 
PPSEP 1 

A-factor-converting enzyme 
Name: STE24 
Synonyms: AFC1 
OrderedLocusNames: YJR1 1 7W 

ORFNames: J2032 
Saccharomyces cerevisiae (Baker's yeast) [TaxlD: 4932] 
Eukaryota; Fungi; Dikarya; Ascomycota; Saccharomycotina; 
Saccharomycetes; Saccharomycetales; Saccharomycetaceae; 
Saccharomyces. 
1 : Evidence at protein level; 
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[2] NUCLEOTIDE SEQUENCE [LARGE SCALE GENOMIC DNA]. 
STRAIN=ATCC 96604 / S288c / FY1 679; 
PubMed=8641269 [NCBI, ExPASy, EBS, Israel, Japan] 

Galibert F., Alexandraki D., Baur A., Boles E,, Chalwatzis N,, Chuat J.-C, Coster F., Cziepluch C, de 
Haan M., Domdey H., Durand P., Entian K.-D., Gatius M., Goffeau A., Grivell L.A., Hennemann A., 
Herbert C.J., Neumann K., Hilger F., S3 , Karpfinger-Hartl L.; 
"Complete nucleotide sequence of Saccharomyces cerevisiae chromosome X."; 
EMBO J. 15:2031-2049(1996). 
[3] FUNCTION. 

DOI=10.1126/science.275.5307.1796; PubMed=9065405 [NCBI, ExPASy, EBI, Israel, Japan] 
Boyartchuk V.L., Ashby M.N., Rine J.; 

"Modulation of Ras and a-factor function by carboxyl-terminal proteolysis."; 

Science 275:1 796-1 800(1 997). 
[4] FUNCTION. 

DOI=10.1083/jcb.142.3.635; PubMed=97001 55 [NCBI, ExPASy, EBI, Israel, Japan] 

Tarn A., Nouvet F.J., Fujimura-Kamada K., Slunt H., Sisodia S.S., Michaeiis S.; 

"Dual roles for Ste24p in yeast a-factor maturation: NH2-terminal proteolysis and COOH-terminal CAA 

processing."; 

J. Ceil Biol. 142:635-649(1998). 
[5] FUNCTION. 

PubMed=9725832 [NCBI, ExPASy, EBI, Israel, Japan] 
Boyartchuk V.L., Rine J.; 

"Roles of prenyl protein proteases in maturation of Saccharomyces cerevisiae a-factor."; 

Genetics 150:95-101(1998). 
[6] FUNCTION. 

DOI=10.1074/jbc,275.9.6227; PubMed=1 069241 7 [NCBI, ExPASy, EBI, Israel, Japan] 
Schmidt W.K., Tarn A., Michaeiis S.; 

"Reconstitute of the Ste24p-dependent N-terminal proteolytic step in yeast a-Factor biogenesis."; 

J. Biol. Chem. 275:6227-6233(2000). 
[7] CHARACTERIZATION. 

DOI=1 0.1 128/MCB.20.1 2.4381 -4392.2000; PubMed=1 0825201 [NCBI, ExPASy, EBI, Israel, Japan] 

Trueblood C.E., Boyartchuk V.L., Picoiogiou E.A., Rozema D., Poulter CD., Rine J.; 

"The CaaX proteases, Afclp and Rcelp, have overlapping but distinct substrate specificities."; 

Moi. Cell. Biol. 20:4381-4392(2000). 
[8] SUBCELLULAR LOCATION. 

DOI=10.1073/pnas.95.19.11175; PubMed=9736709 [NCBI, ExPASy, EBI, Israel, Japan] 

Schmidt W.K., Tarn A., Fujimura-Kamada K., Michaeiis S.; 

"Endoplasmic reticulum membrane localization of Rcelp and Ste24p, yeast proteases involved in 
carboxyl-terminal CAAX protein processing and amino-terminal a-factor cleavage."; 

Proc. Natl. Acad. Sci. U.S.A. 95:1 1 1 75-1 1 1 80{1 998). 
[9] LEVEL OF PROTEIN EXPRESSION [LARGE SCALE ANALYSIS]. 

DOI=10.1038/nature02046; PubMed=1 45621 06 [NCBI, ExPASy, EBI, Israel, Japan] 
Ghaemmaghami S., Huh W.-K., Bower K., Howson R.W., Belle A., Dephoure N., O'Shea E.K., 
Weissman J.S.; 

"Global analysis of protein expression in yeast."; 
Nature 425:737-741(2003). 
[10] TOPOLOGY [LARGE SCALE ANALYSIS]. 

DOI=10.1073/pnas.0604075103; PubMed=1 6847258 [NCBI, ExPASy, EBI, Israel, Japan] 
Kim H., Melen K., Oesterberg M., von Heijne G.; 

"A global topology map of the Saccharomyces cerevisiae membrane proteome."; 

Proc. Natl. Acad. Sci. U.S.A. 103:11142-11147(2006). 
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• FUNCTION: Proteolytically removes the C-terminal three residues of farnesylated A-factor mating 
pheromone. Also acts to cleave the N-terminal extension of the pheromone. Does not act on Ras. 

• CATALYTIC ACTIVITY: The peptide bond hydrolyzed can be designated -C-|-A-A-X in which C is an 
S-isoprenylated cysteine residue, A is usually aliphatic and X is the C-terminal residue of the substral 
protein, and may be any of several amino acids. 

• COFACTOR: Binds 1 zinc ion per subunit B similarit . 
. INTERACTION: 

P10592:SSA2; NbExp=1 ; lntAct=EBI-18298, EBI-8603; 

• SUBCELLULAR LOCATION: Endoplasmic reticulum membrane; Multi-pass membrane protein. 

• MISCELLANEOUS: Present with 19600 molecules/cell in log phase SD medium. 

• SIMILARITY: Belongs to the peptidase M48A family [view classification]. 

Copyrighted by the UniProt Consortium, see http://www.uniprot.org/terms. Distributed under the Creative Commons Attribution- 
NoDerivs License. 
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is the MW of the unprocessed a checksum on the sequence] 
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